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Online Resource 6: Decay of linkage disequilibrium (r²) as a function of the distance between pairs of sites in 
lignification genes of E. urophylla. The grey curve represents the decay of LD based on 3,376 r² values (r² values 
from CCR included). Estimated r² values were computed from 139 SNPs (MAF<10%) detected in CCR, C4H, 
COMT2, F5H, CAD2, MYB2 and ROP1 loci. The black and black dotted curve represents the expected values of r² 
[E(r²)] versus the distance between pairs of sites in bp based on 373 r² values (r² values from CCR were 
discarded to estimate the decay of LD). The dotted part of the black curve was extrapolated for comparison 
with the grey curve as no LD values were computed from pairs of SNP located more than 1,296 bp apart. The 
decay of LD with physical distance was estimated by nonlinear regression (Remington et al. 2001). The 
expected value of r² between pairs of adjacent sites [E(r²)] was obtained with the following formula: 
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which is valid under drift recombination equilibrium, with low mutation rate, and with an adjustment for 
sample size (Hill and Weir 1988). In this formula C is the experimental population recombination parameter 
(C=4Ner, where Ne is the effective population size and r is the recombination rate per site per generation) and 
n the sample size. The nonlinear regression was used (nls function) in the R software (R Development Core 
Team 2005) replacing C by C × distance between pairs of sites in base pairs to fit this formula to our data. 
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